Metagenomic analysis holds immense potential for identifying rare and uncharacterized 45 microorganisms from many ecological habitats. Actinobacteria have been proved to be an 46 excellent source of novel antibiotics for several decades. The present study was designed to 47 delineate and understand the bacterial diversity with special focus on Actinobacteria from pond 48 sediment collected from Sanjeeviraya Hanuman Temple, Ayyangarkulam, Kanchipuram, Tamil 49 Nadu, India. The sediment had an average temperature (25.32%), pH (7.13), salinity (0.960 50 mmhos/cm) and high organic content (10.7%) posing minimal stress on growth condition of the 51 microbial community. Subsequent molecular manipulations, sequencing and bioinformatics 52 analysis of V3 and V4 region of 16S rRNA metagenomics analysis confirmed the presence of 40 53 phyla, 100 classes, 223 orders, 319 families and 308 genera in the sediment sample dominated by 54 56
INTRODUCTION
The AKTS-1 microbiota resulted in 514249 high-quality reads with an average read length of 168 250 bp and 55.09 % total GC content. Base quality score of each cycle in more than 80% of the 169 total reads had phred score greater than 30 (>Q30; error-probability >=0.001). We observed 170 513710 reads passed mismatch filter which were further processed for removal of chimera and (2.28%), and, Gemmatimonadetes (1.63%) (Figure 2A) . Further affiliation revealed that the 177 most abundant genus was affiliated to phylum Actinobacteria which included genus physiology, and natural products of Actinobacteria. Microbiol Mol Biol Rev. 80(1):1-43. 
